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(i) APPLICANT: VAN ALSTYNE, Diane 
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(ii) TITLE OF INVENTION: PEPTIDES REPRESENTING EPITOPIC SITES FOR 
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(iii) NUMBER OF SEQUENCES: 75 
(iv) CORRESPONDENCE ADDRESS: 

(A) ADDRESSEE: Law Office Of Michael D. Eisenberg 
Foley — & — Lardncr 
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(E) COUNTRY: USA 

(F) ZIP: 92037 20007 5109 

(v) COMPUTER READABLE FORM: 

(A) MEDIUM TYPE: Floppy disk 

(B) COMPUTER: IBM PC compatible 

(C) OPERATING SYSTEM: PC-DOS /MS-DOS 

(D) SOFTWARE: Patentln Release #1.0, Version #1.30 
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(C) CLASSIFICATION: 

(vii) PRIOR APPLICATION DATA: 
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(C) APPLICATION NUMBER: US 08/127,499 
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(ix) TELECOMMUNICATION INFORMATION: 

A^ TELEPHONE : (858) 812-0820 

-fef TELEFAX: (858) 761-0240 (202)672 5399 
(C) TELEX: 904136 



) INFORMATION FOR SEQ ID NO : 1 : 
(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 992 amino acids 

(B) TYPE: amino acid 

(C) STRANDEDNESS : 

(D) TOPOLOGY: unknown 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO : 1 : 

Met Ala Ser Thr Thr Pro He Thr Met Glu Asp Leu Gin Lys Ala Leu 
15 10 15 

Glu Ala Gin Ser Arg Ala Leu Arg Ala Gly Leu Ala Ala Gly Ala Ser 
20 25 30 
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Gin Ser Arg Arg Pro Arg Pro Pro Arg His Ala Arg Leu Gin Eia Leu 
35 40 45 

Pro Glu Met Thr Prs Ala Val Thr Pro Glu Gly Pro Ala Pro Pro Arg 
50 55 60 

Thr Gly Ala Trp Gla Arg Lys Asp Trp Ser Arg Ala Pro Pro Pro Pro 
65 70 75 80 

Glu Glu Arg Gin Glu Ser Arg Ser Gin Thr Pro Ala Pro Lys Pro Ser 
85 90 95 

Arg Ala Pro Pro Gin Gin Pro Gin Pro Pro Arg Met Glu Thr Gly Arg 
100 105 X10 

Gly Gly ser Ala Pro Arg Pro Glu Leu Gly Pro Pro Thr Asm Pro Phe 
115 120 125 

Gin Ala Ala Val Ala Arg Gly Leu Arg Pro Pro Leu His Asp Pro Asp 
130 13S 140 

Thr Glu Ala Pro Thr Glu Ala Cys Val thr Ser Trp Leu Trp Ser Glu 
145 150 155 X60 

Gly Glu Gly Ala Val Phe Tyr Arg Val,, Asp Leu His Phe He Aim Leu 
16 5 '170 . 1.75 

Gly Thr Pro Pro Leu Asp Glu Asp Gly Arg Trp Asp Pro Ala Leu Met 
180 195 ISO 

Tyr Aan Pro Cys Gly Pro Glu Pro Pro Ala His Val Val Arg Ala Tyr 
195 200 205 

Asn Gin Pro Ala Gly Asp Val Arg Gly Val Trp Gly Lys Gly Glu Arg 
210 215 220 

Thr Tyr Ala Glu Gin Asp Phe Arg Val Gly Gly Thr Arg Trp His Arg 
225 230 235 240 

Leu Leu Arg Het Pro Val Arg Gly Leu Asp Gly Asp Thr Ala Pro Leu 
245 250 255 

Pro Pro His Thr Thr Glu Arg lie Glu Thx Arg Ser Ala Arg His' Pro 
2€0 265 270 

Tare Arg He Arg Phe Gly Ala Pro Gla Ala Phe Leu Ala Gly Leu Leu 
275 280 285 

Leu Ala Ala Val Ala Val Gly Thr Ala Arg Ala Gly Leu Gin Pro Arg 

290 295 300 

Ala Asp Met Ala Ala Pro Pro Met Pro Pro Gin Pro Pro Arg Ala His 
305 310 315 320 

Gly Gin His Tyr Gly His His His His Gin Leu Pro Phe Leu Gly His 
325 330 335 

Asp Gly His His Gly Gly Thr Leu Arg Val Gly Gin His His Arg Asa 
340 345 3 50 

Ala Ser Asp Val Leu Pro Gly His Trp Leu Gin Gly Gly Trp Gly Cys 
355 3S0 365 

Tyr Asn Leu Ser Asp Trp His Gin Gly Thr His Val Cys His Thr Lys 
370 375 380 



His H«t Asp Phe Trp cys val Glu His Asp Arg Pro Pro Pro Ala Thr 
3&5 230 395 400 

Pro Thr Ser Leu Thr Thr Ala Ala Asn Tyr lie Ala Ala Ala Thr Psrs> 
4 OS 410 415 



□iy Phe Leu Ser Gly cys Gly Ero Met Arg Leu Pro Thr Ala Lea Thr 
435 440 445 

Pro Gly Ala Val Gly Asp Imu Argf Ala Val His Mis Argf Pro Val Pro 
&5Q 455 4C0 

Ala. Tyr fro V^l Cys Cys Ala Met Arg Trp Gly Leu Pro Pro Trp <?lu 
465 470 475 490 

Leu Val lie Leu Thr Ala Arg Pro Glu Asp Gly Trp Thr Cys Arg Gly 
485 490 49S 

Val Pro Ala His Pro Gly Thar Arg Cys Pro Glu Leu Val Ser Pro Met 
500 SOB 510 

Gly Arg Ala Thx Cys Sex Pro Ala. .Ser., Ala Leu Trp Leu Ala Thr Ala, 
SIS 52D 525 

Ash Ala Lev Ser Leu. Asp Miss Ala Phe Ala Ala Phe Val Leu Leu Val 
S30 535 540 

Pro Trp Val Leu Xl<a Phs Met. Val Cys Arg Arg- Ala Cys Arg Arg Pro 
545 S50 SSS S60 

Ala Pco Pro Pro Pro Ser Pro Qla Ser Ser Cys Arg Sly Thr Thr Pro 
565 570 5 75 

Pro Ala Tyr Sly Glu Glu Ala Phe Thr Tyr Lan Cys Thr Ala Pro Sly 
580 585 590 

Cye Ala Thr Gin Thr Pro Val Pro Val Arg Lau Ala Sly Val Sly Phe 

535. 600 60S 

Glu Ser Lys lis Val Asp Gly Gly Cys Phe Ala Pro Trp Asp Lew Glu 
610 615 620 

Ala Thr Gly Ala Cys He Cys alu lie Pro Thr Asp val Ser Cys Glu 
625 S30 63S 640 

Gly Leu Gly Ala Trp Val Pro Thr Ala Pre* Cys Ala Arg lie Trp Asrt 

S4S €50 ess 

Gly Thr Gin Arg Ala Cye Thr Phe Trp Ala Val Asu Ala Tyr Ser Ser 
660 670 

Gly <31y Tyr Ala Gin Leu Ala Ser Tyr Phis Asa Pro Gly Gly Ser Tyr 
675 680 685 

Tyr Lys Qln Tyr His Pro Thar Ala Cys Glu Val C31u Pro Ala Pas Gly 
€Bb 695 700 

His Ser Asp Ala Ala Cys Trp Sly Phe Pro Thr Aso Thr Val Met Ser 
7 0S 710 7 IS " . 720 

Val Pine Ala Leu Ala Ser Tyr Val Gin His Pro His Lys Thr Val Arg 
725 730 .735 
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Val Lys Phe His Thr Glu Tfar Arc Thr val Trp sin lsu Ser val Ala 

740 " 745 750 

Sly Val Ser Cys Asn Val Thr Thr Glu His Pro Phe cys Asn Thr Pro 
755 ?60 765 

His Gly f3la Leu Glu. Val Gin Val Pro Pro Amp Pro Gly Asp I^u val 
770 775 780 

Glu Tyr I la Met Asn Tyr Thr Gly Asn Gin. Gin Ser' Arg Trp Gly Leu 
7S5 " 790 IBS 3 00 

Gly Ser Px*> A*» Cys His Gly Pro asp Trp Ala. Ssr Pro Val Cys Gin 
SOS 310 815 

Arg His Ser fro Asp Cys Ser Arg Leu Val Gly Ala Thr Pro Glu Arg 
620 625 330 

Pro Arg Ley Arg Leu Val &sp Ala Aep Asp Pro Leu Leu Arg Thr Ala 
83S ** . 84 0 f!45 

Pro Gly Fro Gly Glu Val Trp Val Thr Pro Val lie Gly Ser Gin Ala 
8 50 855 0SO 

Arg Lys Cys Sly Leu His He Arg Ala, Gly Pro Tyr Gly Bia Ala Thr 
86 5 870 875 860 

Val Glu Met Pro Glu Trp He His Ala His Thr Thr Ser Asp Prcs Trp 
BBS 890 895 

His Pro Pro Gly Pro Leu Gly Leu Lys phe Lys Thr Val Arg Pro Val 
900 90S 910 

Ala Leu Pro Arg Ala Leu Ala Pro Pro Arg Amu Val Axg V<al Thr Gly 
915 920 925 

Cys Tyr Gin Cys Gly Thr Pro Ala Leu val Glu Gly Leu Ala Fro Gly 
930 93 5 940 

Gly Gly Asn cys His Leu Thr val Asn Gly Glu Asp val Gly Ala Phe 

94S SS0 955 960 



Tyr Gin Val Ser Cys Gly Glv Glu ser Asp Arg Ala Ser Ala Gly Kls 

38 0 " ' 935 ' 590 



IKPOBMATION FOt SEQ XD NO: 2: 

fi) SBCftlBMCE CHARACTERISTICS s 

{A) LENGTH t 21 amino acids 

Im} TYPE: amino acid 

fO STR&HDEDKfESS s 

(Bi TOPOLOGY: uataawj 



(xi> SEQUENCE DESCRIPTIONS SEQ ID NOs2; 

Pro Sax Arg Ala Pro Pro Gin Glsi Pro Gin Pro Pro Arg Met Gin Thr 
15 10 15 
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Gly h^g Gly Gly Ser 

■20 

{2) IHTOHMftTlOH FOE BEQ ID NO s 3 s 

{i> SBQUXEHGB CHARACTERISTICS* 
(A) LENGTH ! amino acids 
{B» TVS^i amino acid 
<C> STRANDEDNESS ; 
<m TOPOkQQY: -anknown 



<xi) SEQUENCE DESCRIPTION 2 SEQ ID NOi3: 

Gin Pro Gin Pro Pro Arg Met 
1 5 

(2) XMFOKMRTICN FOR BEQ ID NO: 4 : . 

U) SEQUENCE CHARACTERISTICS: 

[A> LEIIGTHr 21 amino acids 

IB) TYPE: amino acid 

EC) STRANDEDKESS : 

in) topology ; unknown. 



(xi) SEQUENCE »«8CRI»TIOSSs ESQ ID SSQ:4: 

Glu Arcr Gin Glu Ser Arg S*r Slit Thar Ero Ala Pro JLys Pro Ser Arg 
1 5 10 IS 

Ala Fro Pro Gin Gin 
20 

(2 J IKFQRMfcTXOH FOR SEQ ID HO : 5 ; 

it) SEQUENCE CHARACTERISTICS; 

{A} kEKtSTH; 7 amino acids 
(B) TYPE j amino acid 
{€} STRAJSDEDNESS t 
(D) TOPOLOGY; unknown 



{xi) SEQUENCE DESCRIPTION: BBQ ID HQ: 5 : 

Gin Thr Pro Ala Pro L/s Pro 
1 5 

(2J JWFORMAT1CM FOR SEQ ID KO:S: 

t±) SSOOEHCE CHARACTERISTICS; 

lensthi 21 amino acids 
(Bj TYPE; amino acid 
CC1 STRAHDEDUESS ! 
(D) TOPDI.OSY: unknown 
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(Ki) SEQOEHICSI DHSCRXFriOSI: SSSQ ID SD:6: 

\sp Met Ala Ala Pro Pro Met Pro Pro Gin Pro Pro Arg Ala ais Gly 

1 S 10 IS 

Oln Bis Tyr Gly His 
20 

IKFQRMATXOK FOE SEQ ID NO t 7 s 

Ul SEQUENCE CHARACTERISTICS: 

(A) LENGTH; "7 ami&o acids 

[B) TYPE; amino acid 
tC) STR&KBSDN1SS t 

[E) TOW3LOSY: unknot 



(XiJ S3QUBMCB DESCRIPTION: SEQ : ID NO : 7 ; 

Pro Pro Gin Pro Pro &rg Ala 
1 S 

INE'OBM&TXOK FOR SfiQ ID NO : 8 : 

(it SEQUENCE CHARACTERISTICS: 

(A) LEtTOVHs 1063 amino acids 
(BJ TYPE; amino acid 

(C) STRAHDEDKKSS ; 

(B) TQPOMKj'T : unknown 



Met Ala Ser Thr "SSar Pro lie Thar Met Olu Asp Cla Lye Ala tjftti 

1 5 10 15 

Glu Ala Gin Ser Arg Ala Leu Arg Ala Glu I*e« Ala Ala. Gly Ala Ser 
20 2 5 3C 

Gin Ser Arg Arg Pro Arg Pro. Pro Arg Gla Arg Asp ser ser Thr Ser 

Gly Asp Asp Ser Gly Arg Asp Ser Gly Gly Pro Arg Arg Arg Arg Gly 

50 55 60 

Asn Arg Gly Arg Gly Gin Arg Arg Asp T.rp Ser Arg Ala Pre Pro Pro 
S5 70 7S SO 

pro Glu Glu Arg G3ln Gly. Sex Atg Ser Gin- Thr Pro Al* Pre Lye Pro 

85 30 25 

Ser Arg Ala Pro Pro Gin Glu Pro Gin Pro Pro Arg Met Girt Thr sly 
• 100 105 HO 

hx€t Sly Gly Ser Ala Pro Arg Pro 31u leu Gly Pro Pro Thr Asn Pro 
115 . 3.20 125 

Phe Gin Ala Ala Veil Ala Arg Gly Leu Arg Pro Pro Lett His Asp Pro 
13 0 13 5 140 
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Asp Thr Glu Ala Pro Thr Glu Ala Cys Val Thr Ser Trp Leu Trp Ser 
14S ISO 155 160 

Glu Glv Qla Gly Ala Val Phe Tyr Arg Val Asp L$u Ris Pise Thr Asn 
165 170 175 

Leu Gly Thr Pro Pro Leu Asp Glu Asp Gly Arg Trp Asp Pro Ala Leu 
ISO IBS 190 

Met Tyr Asn Pro Cys Gly Pro Glu Pro Pro Ala His Val Val Arg Ala. 
195 200 205 

Tyr Asn Gin Pro Ala Gly Asp Val Arg Gly Val Trp Gly Lye Sly Glu 
210 215 220 

Arg Thr Tyr Ala Glu Gin Asp Phe Arg Val Gly Gly Thr Arg Trp His 
225 230 235 240 

Arg Leu Leu Arg Met Pro Val Arg Gly Leu Asp Gly Asp Ser Ala Pro 
24 5 2S0 2SS 

Leu Pro Pro His Thr Thr Glu Arg lie Glu Thr Arg Ser Ala Arg His 
260 26S 270 

Pro Trp Arg lie Arg Phe Gly Ala Pro Gin Ala Phe Leu Ala Gly Leu 
27S 280 ? 285 

Leu Leu Ala Thr Val Ala Val Gly Thr Ala Arg Ala Gly Leu Gin Fro 
2&0 2BB 300 

Arg Ala Asp Met Ala Ala Pro Pro Thr Leu Pro Gin Pro Pro Cys Ala 
305 310 315 320 

His Gly Gin His Tyr Gly Bis His His His Gin Leu Pro Phe Leu Gly 
325 330 335 . 

His Asp Gly His His Gly Gly Thr Leu Arg Val Gly Gin His Tyr Arg 
340 345 350 

Asn Ala Ser Asp Val Leu Fro Gly His Trp Leu Gin Gly Gly Trp Gly 
355 360 365 

Cys Tyr Asn Leu Ser Asp Trp His Gin Gly Thr His Val Cys His Thr 
370 375 380 

Lys His Met Asp Phe Trp Cys Val Glu His Ala Arg Pro Pro Pro Ala 
385 390 395 400 

Thr Pro Thr Pro Leu Thr Thr Ala. Ala Asn Ser Thr Thr Ala Ala Thr 
40$ 410 415 

Pro Ala Thr Ala Pro Ala Pro Cys His Ala Gly Leu Aim Asp Ser Cys 
420 425 430 

Gly Gly Phe Leu ser Gly Cys Gly Pro Met Arg Leu Arg His Gly Ala 
435 440 445 

Asp Thr Arg Cys Gly Arg Leu lie Cys Gly Leu Ser Thr Thr Ala Gin 
450 455 460 

Tyr Pro Pro Thr Arg Phe Gly Cys Ala Met Arg Trp Gly Leu Pro Pro 
465 470 475 4B0 

Trp Glu Leu Val Val Leu Thr Ala Arg Pro Glu Asp Gly Trp Thr Cys 
485 490 49B 
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Ara Gly val Pro Ala His Pro Qly Ala -Arg cys Pro Glu Leu Val Ser 
500 SOS 510 

Pro Met Qly Arg Ala Thr Cys Ser Pro Ala Ser Ala Leu Trp Leu Ala 
515 520 525 

Thr Ala &sn Ala Leu Sex Leu Asp His Ala Leu Ala Ala Ehe Val Leu 
530 535 540 

Ser Val Pro Trp Val Leu He Phe Met Val Cys Arg Arg Ala Cys Arg 
54 S 550 555 560 

Arg Arg Gly Ala Ala Ala Ala I*eu Thr Ala Val Val Leu Gin Giy Tyr 
565 570 575 

Asa Pro Pro Ala Tyr Gly Glu Glu Ala Phe Thr Tyr Leu Cys Thr Ala 
530 585 390 

Pro Gly Cys Ala Thr Gin Ala Pro Val Pro Val Arg Lsu Ala Gly Val 
S9S 600 SOS 

Arg Phe Glu ssr Lys? lie val Asp Gly Gly cys Phe Ala Pro Trp Asp 

SXQ SIS €20 

Leu Glu Ala Thr Gly Ala Cys lie Cys.., Glu He Pro Thr Asp Val Sec 

€25 630 ' 635- 640 

Cys Glu Gly T.em Gly Ala Trp Val Pro Ala Ala Pro Cys Ala Arg lie 
645 650 655 

Trp Asn Gly Thr Sin Arg Ala Cys The Phe Trp Ala Val Asn Ala Tyr 
€€0 G«S 670 

Ser Ser Gly Gly Tyr Ala Ola Leu Ala Ser Tyr Phe Asn Pro Gly Gly 
675 €S0 6Q5 

Ser Tyr Tyr Lys Gin Tyr Sis Pro. Thr Ala Cys Glu Val Glu Pro Ala 
690 635 700 

Phe Gly Hie Ser Asp Ala Ala Cys Trp Gly Phe Pro Thr Asp Thr Val 
705 710 715 720 

Met ser val Phe Ala Leu Ala Ser Tyr Val Gin His Pro His Lys Thr 
725 730 73S 

Val Arg Val Lys Phe Sis Thr Glu Thr Arg Thr Val Trp Gin Leu Ser 
740 745 750 

val Ala Gly Val Ser Cys Asa Val Thr Thr Glu His Pro Phe Cya Asa 
755 760 765 

Thr Pro Ilia Gly Gin Leu Glu Val Gin Val Pro Pro A©p Pro Sly Asp 
770 775 780 

Leu Val Glu Tyr He Met Asn Tyr Thr Gly Asa sin Gin ser Arg Trp 

785 .730 795 &00 

Sly Leu Glv Ser Pro Asn Cys His Gly Pro Asp Trp Ala Ser Pro Val 
80S 810 815 

Cys Gin Arg His Ser Pro Asp Cya Sar Arg Leu Val Gly Ala Thr Pro 
820 S2S 830 

Glu Arg Pro Arg Leu Arg Leu Val Asp Ala Asp Asp Pro Leu tt&A Arg 
935 840 845 
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Thr Ala Fro Gly Pro Gly Glu Val Trp Val Thr Bra Val lie Sly Ser 
850 855 860 

Cln Ala Arg Lys Cys <3iy Leu His lis Arg Ala Gly Pro Tyr Sly His 
865 870 075 980 

Ala Thr Val Glu Met Pro Glu Trp lie His Ala His Thr Thr 3%x Rsp 
sas aso §9$ 

Fso Trp Sis £>ro Pro Gly Pro Leu Gly Leu Lys Phe Lys Thr Val Arg 
SOD 90S 310 

Pro Val Ma Leu Pro Arg? Thr Leu Ala Pro Pro Arg Asn Val Arg Val 
915 S3D 925 

Thr Giy Cys Tyr sin cys Gly Thr Fro Ala Leu val Glu sly Leu Ala 
93 C 93 5 340 

Pre Gly Gly Glv Asn Cys His Leu Thr Val Assn Sly Sl\i Asp Val Gly 
945 BBS 955 S»S© 

Ala Val Pro Pro Gly Lys Phes Val Thr Ala Ala Leu Leu Asa Tiir Pro 
965 970 975 

Pro Pro Tyx Gin Val Ser Cys Gly Gly.,01u Ser Asp Arg Ala Ser Ala 
980 985 990 

Arc Val He Asp Prs Ala Ala <?ln Ser Ph* Thr Sly Val Val Tyr Gly 
1000 100S 

Thr His Thr *Ehr Ala Val Ser Glu Thr Arg Gin Thr Trp Ala Glu Trp 
1010 1015 ' 1020 

Ala Ala Ala His Trp Trp Gin Leu Thr Leu Gly Ala Thr Cys Ala leu 
1025 3.030 1035 1040 

Pro x.mi Ala Gly Leu keii Ala Cys Cys Ala Lys Cys Leu Ty^ Tyr Leu 
1045 1050 105S 

Arg Qly Ala lie Ala. Arg 
1060 

INFOPJMATION FOR SlQ IS NO: 9: 
(i) SSQUENCE CHAEACTIEISTICS: 

(A} LEMGTH: 21 amino acids 
-(B) TYPE : amino acid 

<D) TOPOLOGY: unknown 



[XX) SEQUEKCK DESCRIPTION: 3EQ ID NO ; 9 : 

Asp Met Ala Ala Pro Pro Thr Leu Pro Ola Pro Pro Arg Ala His Gly 

I 5 10 15 

Gin His Tyr Sly His 
20 

tKFOHMATION FOR SEQ Tt3 NO; 10: 

(i) SEQUENCE CHARACTERISTICS; 

(A) LKKSGTB; 7 amine acids 

(B) TYPE: amino acid 
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(D) TOPOLOGY; unknown 



(xi) SEQUENCE DBS CRT FT I OK : SSQ ID HO: 10: 

Leu Pro Gin Pro Pro Cys Ala 
l 5 

INFORMATION FOR SSQ ID NO: 11: 

(i) SEQUENCE CaKftRACTKRISTICSs 

(A) LENGTH: 478 amino acids 

(B) TYPE; amino acid 
{C) STXAUDEDHESS : 

{DJ TOPOLOGY; lOTknown 



(xi) SSQtJEKCS DSSCEIPTSOH: SEQ ITS KO^ll: 

Met Gly Ala Arg Ala Ser Val Leu Ser Gly Gly Glu Leu Asp teg Tsp 
1 S 10 IS 

Glu Lys lis Arg Leu Arg Pro Gly Glv Lys Lys Lys Tyx Lys Leu Ly§ 
20 25 30 

His lie Val Trp Ala Ser Arg Glu Leu Glu Axg Phe Ala Val Ash, Fro 
35 40 4S 

Gly Leu Leu Glu Thr Ser Glu Gly Cys Arg Gin He Leu Gly Gin Leu 
50 55 SO 

Gin Pro Ser Leu Gla Thr Gly Ser Glu Glu Leu Arg Ser Leu Tyr Asn 
65 70 75 80 

Thr Val Ala Thr Leu Tyr Cys Val His Gin. Arg He Glu lie Lys Asp 



Lys Lys Ala Gin Glu Ala Ala Ala Asp Thr Gly His Ser Ser Glu. val 
115 - 120 125 



Gin Ala He Ser Pro Arg Thr Leu Ami Ala Xrp Val Lys Val Val Glu 
145 ISO 155 ISO 



Glu Gly Ala Thr Fro Gin Asp Leu Asn Thr Met Leu Asn Thr Val Gly 
18 0 18 S 190 

Gly His Gin Ala Ala Met Gin Met Leu Lya Qln Thr He Asn Glu Glu 
H§5 200 SOS 

Ala Ala Glu Trp Asp Arg Val His Pro Val His Ala Gly Pro lie Ala 
210 215 220 
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Pro Gly Gin. Met Arg Giu Pro Arq Gly Ser Asp lie Ala Gly Thr Thr 

225 230 235 240 

Ser Thr Leu Gin Glu Gin lie Gly Trp Met thr Asn Asn Fro Pre lie 
245 ■ 25 D 2SS 

Pro Val Gly Glu lie Tyr Lys Arg Trp lis 3k Le.u Gly Leu Asn Lys 
260 2S5 270 

I Its Val Axg Met Tyr Ser l»s© Thr Sssr lie Leu .Asp II* Arg Gin Gly 
275 280 28 5 

Pro Lys Glu Pro PHe Arg Asp Tyr Val Asp Arg Phe Tyr Lye Thr Leu. 
230 2S5 300 

Aro Ala Glu Gin Ala Ser Gin Glu Val t.ys Asn Trp Met Thr Glu Thr 
3D§ 3i.Q 3X5 320 

Leu Lea Val Gin Asa Ala Asn Bro Asp Gys Lys Thr lie Leu Lys Ala 
325 330 33 5 

L&u Gly Pro Ala Ala Tnr Le« Glu Glu Met Met Thr Ala cys gIb Gly 
340 345 350 

Val Gly C-ly Pro Gly His Lys Ala Arg v Val Leu Ala, Olu Ala Met Ser 
3 55 350 365 

Glu Val Thr Asn Thr Ala T&r lie Met Met Gin Arg Qly Asm Phe Arg 
37D 3^5 380 

Aaa Gin Arg Lvs Met Val Lys Cys Phe- Asa Cys Gly Lys Glu Gly His 
335 ' 3 90 33 5 , 400 

Thr Ala Arg Asn cya Arg Ala Pro Arg Lys Lys Gly Cys Trp Lys Cys 
40S 41Q 413 

Gly Lys Glu Gly His Gin Mst Lye Asp eye Thr Glu Arg Gin Ala Asn 

420 425 430 

Ptte Leu Gly Lvs lie Cys Leu, Pro Thr Arg Glu Gly Glu Gly lis Plus 
435 ' 440 445 

Phs Arg Ala Asp Gin Ser Gin Gin Pro His His Phe Phe Arg Ala &ssp 
4 50 *55 460 

Gin Ser Gin Gin Pro His Gin Lys Are Ala Sesr Gly Lev. Gly 
465 470 473 

12) XMBDRMfcTXOS VO&. SEQ ID H0»X3; 

(!) SEQUENCE CHftKRCXSRISTICS s ■ 

{A) LENGTH: 2X amino acids 

<B) TYPE; amino acid 

(C> STEANDEDKBaS : 

(3D) TOPOLOGY: unknown. 



(Xi) SEQUENCE DE5CHIPTI0M>. S2Q ID 

lis Gin Gly Gin Met Val Hi© Gin Ala lis Ser Pro Arq Thr Leu asr 

1 5 10 IS 

Ala Trp val Lys val 
20 
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(2) INFORMATION FOR SSQ ID NO: 13; 



{i} SEQUENCE CBAJ^CTERISTICS; 
<A) LENGTHS 7 amino acids 

(B) TYPE s amino acid 

(C) STRA8DED8ESS ; 

(D) TOPOLOGY: unknown 



fxi) SEQUENCE DESCRIPTION: SBQ ID NO : 13 s 

Gin Ala lie Ser Pro Arg Thr 
l 5 

U) INFORMATION FOR SSQ ID HO; 14; 

(i) SEQUENCE CHARACTERISTICS: 

<Aj L£«GTH; 851 amino acids 

(B) TYPE: amino acid 

<C5 STKANDBDNESS : 

(D) TOPOLOGY : unknown 



<xi> SEQUENCE DESCRIPTION: SEQ ID 80:14: 

Met Arg Val Lys Glu Lys Tyr Gin His Leu Trp Arg Trp Gly Trp Lys 
1 5 10 15 

Trp Gly Thr Met Lsu Leu Gly lie Leu Met He Cys Ser Ala Tixr Glu 
20 25 30 

Lvs Leu Trp Val Thr Val Tyr Tyr Qly Val. Pro Val Trj> &y*3 Slu Ala 
35 *0 45 

Tfcr Thr Thr Leu S>he Cys Ala Ser Asp Ala Lys Ala Tyr Asp T&r Glu 

50 S3 60 

Val His Asn val Trp Ala Thr Ris Ala Cys Val Pro Thr Asp Pro Asn 
€S 70 75 SO 

Pro Sin Glu Val Val Leu Val Asn Val Thr Glu Asn Ph« Asn Met Trp 
85 SQ 95 

Lys Asn Asp Met val Glu Gin Met His Glu Asp lie He Ser Leu Trp 
100 105 110 

Asa Gin Ser Leu Lys Pro Cys Val Lys Lsu Thx Pr© t*®u Cys Val Ser 
115 120 125 

L^u Lys Cys Thr Asp L*m Gly Asn Ala Thr Asn. Thr &sn Ser Ser Asn 
130 135 14 0 ■ 

Thr Asn Ser ser s&r Gly Glu Met Mat Met Glu Lys Gly Glu lie Lys 
145 ISO 15S 3.50 

Asn Cys Ser Phe Asn lie Ser Thr Ser He Arg Gly Lys Val Gin Lys 
1S5 170 " 17S 

Glu Tyr Ala Phe Phe Tyr Lys Leu Asp He lie Pro He Asp Asn Asp 
180 18 5 ISO 
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Thr Thr Ser Tyr Thr Leu Thr Ser Cys Asm Thr Ser Val lie Thr Gin 
a.95 200 20S 

Ala Cys Pro Lys val ser Phe Giu Pro lie Pro He Hie Tyr cys Ala 
310 215 220 

Pro Ala. Gly Flie Ala. lie: Leu Lys Cys Asts Asn Lys Thr phe Asn Gly 
225 23Q 235 240 

Thtf Gly Pro Cye Thr Jisfi Val Ser Thsr Val Gin Cys Thr His Gly lie 
245 250 25S 

Arg Pro Val Val Ser Thr Qln Leu Leu Leu Asn Gly Ser Leu Ala Glu 
260 265 27Q 

Glu Olu Val Val He Arg Ser Ala Asn Phe Thr Asp Asa Ala Lys Thr 
275 280 28S 

lie lie Val Sin Leu Asn Gin Ser Val Glu He Asn Cys Thr Arg Pro 
290 29S 300 

Asn Asn Asn Thr Arg Lys Sex lie Arg He Sin Arg Gly Pro Gly Arg 

305 310 315 * 320 

Ala Phe Val Thr lie Gly Lys He Gly Asn Met Arg Gla Ala His Cys 

325 330 335 

Asn He ser Arg Ala Lys Trp Asm Ala Thr Leu Lys Gin He Ala Ser 
340 345 350 

Lys Leu Arg Glu Gin Phe Gly Asm Asa Lys Thr He He Phe Lys Gin 
335 360 365 

Ser Ser Gly Gly Afcp Pro Glu Tie Val Thr His Ser Pha Asn Cys Gly 
370 375 380 

Gly Glu Phe Phe Tyr Cys Asn Ser Thr Gin Lew Phe Asa Ser Thr Trp 
385 3S0 395 400 

Phe Asn Ser Thr Trp Ser Thr Glu Gly Ser Asm Asm Thr Glu Gly Ser 
405 410 415 

Asp Thr lie Thr Leu Pro Cys Arg lie Lys Gin 'She He Asn Met Trp 

42.0 42 5 430 

Gin Glu Val Gly Lys Ala Wet Tyr Ala Pro Pro lie ser Gly oln He 

43 S 44S 

Arg Cys Ser Ser Asn He Thr Gly Leu Leu Leu Thr Arg Asp Gly Gly 
450 455 460 

Asn Asn Asn Asn. Gly Ser Glu II© Phis Arg Pro Gly Gly Gly Asp Met 
4S5 470 47S 460 

Arg Asp Asm Trp Arg Ser Glu Leu Tyr Lys Tyr Lys Val Val Lys lie 
485 490 495 

Glu Pro Leu Gly Val Ala Pro Thr Lys Ala Lys Arg Arg Val Val Gin 
500 505 510 

Arg Glu Lys Arg Ala Val Gly He Gly Ala Leu Phe Leu Gly Phe Leu 
SIS 520 525 

Gly Ala Ala Gly Ser Thr Met Gly Ala Arg Ser Met Thr Leu Thr Val 

530 535 $40 



Gin Ala Arg Gin lieu Leu Ser Gly He Val Gin Gin Girt Asn Asn Leu 
545 550 355 56 0 

Leu Arg Ala lie Glu Al-a Gin. Gin His Leu Leu Gin Leu Thr Val Trp 
56 S 570 S75 



Lys Asp Gin Gin Leu Leu Gly lie Trp Gly Cye Ser Gly Ly® Leu lie 
§9§ 600 60S 

Cys Thr Thr Ala Val Pro Trp Asn Ala Ser Trp Ser Asn Lys Ser Leu 
610 6X5 620 



Asn Asn Tyr Thr Ser Leu lie Sis Ser Leu lie Glu Glu Ser Gin Aan 
645 SSO 655 

Gin Gin Glu Lys Ass Glu Gin Glu Leu Leu Glu Leu Asp Lys Trp Ala 
SSO 665 670 



Ala Val Leu Ser rie Val Asn Arg Val Arg Gin Gly Tyr Ser Pro Leu 
70S 710 715 720 

Ser Phe Gin Thr Hi a Leu Pro Thr Pro Arg Gly Fro Asp- Arg Pro Glu 

725 730 73S 



Leu val Asn Gly Ser Leu Ala Leu lis Trp Asp Asp Leu Arg Ser Leu 
755 760 765 

Cys Leu Phe Ser Tyr His Arg Leu Arg Asp Leu Leu Leu lie Val Thr 
770 775 780 

Arg lie Val Glu Leu Leu Gly Arg Arg Gly Trp Glu Ala Leu Lys Tyr 
785 790. 79S 800 

Trp Trp Asn Leu Leu Sin Tyr Trp ser Gin Glu Leu Lys Asn Ser Ala 
SOS 810 815 

Val Ser Leu Leu Asn Ala Thx Ala He Ala Val Ala , Glu Gly Thr Asp 
820 825 830 

Arg Val lie Glu val Val Gin Gly Ala Cys Arg Ala lie Arg His lie 
835 840 845 

Pro Arg Arg lie Arg Gin Gly Leu Glu Arg lie Leu Leu 
850 S55 860 

INFORMATION FOR SEQ ID NO; 15; 

UJ SEQUENCE CHARACTERISTICS: 

(A) LENGTH; 21 amino acids. 

CB) TYPS? amino acid 

(C) STKAKD1DNESS s 

tD) TOCOLOGY; unknown 
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(Xi) SEQUENCE DESCRIPTION : SEQ ID NO: 15; 



His Ser Leu lie. Glu Glu Ser Gin Asn Gin Gin Glu Lys Asn Glu Qlii 
1 5 10 15 

Glu Leu Leu Glu Leu 
20 

{2) INFORMATION FOE, SEQ IS N0;1«; 

(i> SEQUENCE CHARACTERISTICS: 
<A) LENGTH: 7 amino acids 
{B} TYPE; amino acid 
{C} STRAWDSDN1SS ; 
{D> TOPOLOGY : unknown 



(Xi) SEQtTENCE DESCRIPTION: SEQ ID NO- IS: 

Gin Asn Gin Gin Glu Lye Asn 

1 S 

(2) INFORMATION FOR SEQ ID NO: 17: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH = 274 amino acids 

(B) TYPE: amino acid 

( C ) STRAMDEDNESS : 

(D) TOCOLOGY; unknown 



(xi) SEQUENCE DESCRIPTION'; SEQ ID NO: 17: 

Met Lys Ttir Thr Leu Lys Met Thr Ala Leu Ala Ala Leu Ser Ala FUe 
1 S 10 15 

val Leu Ala Gly Cys Gly Ser His Gin Met Lys Ser Glu Glu His Ala 
20 25 30 

Asa Met Gin Leu Gin Gin Girt Ala Val Leu Gly Leu Asn Trp Met Gin 
35 40 45 

Asp Ser Gly Glu Tyr Lys Ala leu Ala Tyr Gin Ala Tyr Asa Ala Ala 
so S5 so 

Lye Val Ala Phe Asp Hie Ala Lys Val Ala Lys Gly Lys Lys Lys Ala 

65 70 75 80 

Val Val Ala Asp i*eu Asp Glu Thr Met Leu Asp Asxi. Ser Prp Tyjr Ala 
8 S 90 95 

Gly Trp Gin Val Gin Asn Aan Lys Pro Phe Asp Gly Lys Asp Trp Thr 
100 105 110 

Arg Trp Val Asp Ala Arg Gin Ser Arg- Ala Val Pro Gly Ala Val Glu 
115 120 125 
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Phe Asm Asn Tyr Val Asn Ssr His Asn Oly Lys Val Phe Tyx Val Thr 
13 0 13 5 140 

Asa Arg Lys Asp Ser Thr Glu Lys Ser Gly Thr lie Asp Asp Met Lys 
145 ISO 155 160 

Arg Leu Gly Phe Asn Gly Val Glu Glu Ser Ala Phe Tyr Leu Lys Lys 
ISS 170 175 

Asp Lys Ser Ala Lys Ala Ala Arg Phe Ala Glu lie Glu Lys Gin Gly 
180 185 190 

Tyr Glu lie Val ' Leu Tyr Val Gly Asp Asn Leu Asp Asp Phe Gly Asn 
195 200 205 

Thr Val Tyr Gly Lys Leu Asn Ala Asp Arg Arg Ala Phe Val Asp Gin. 
210 2X5 220 

Asa Gin. Gly Lys Phe Gly Lys Thr Phe lie Met Leu Pro Asn Ala Asn 
225 230 - 235 240 

Tyr Gly Gly Trp Glu Gly Gly Leu Ala Glu Gly Tyr Phe Lys Lys Asp 
245 250 255 

Thr Gin Gly Gin lie Lys Ala Arg Leu, Asp Ala Val Gin Ala Trp Asp 
260 2 S 5 270 



(2) INFORMATION FOR SEQ ID NO: 18: 

(1) SEQUENCE CHARACTERISTICS: 
{A} LEHGTH; 21 amino acid 
CB) TYPE; amino acid 
(Ci STRAND EDNESS : 
(D3 TOPOLOGY : unknown 



(Ki5 SEQUENCE DESCRIPTION; SEQ ID HO: 18: 

Asn Ser Pro Tyr Ala Gly Trp Gin Val Gin Asn Asn Lys Pro Phe Asp 
15 10 15 

Gly Lys Asp Trp Thr 
20 

(2 3 INFORMATION FOR SEQ ID NO: 13; 

<i> SEQUENCE CHARACTERISTICS- 
(A) LENGTH: 7 amino acids 
( 8 ) TYPE : amino acid 

(C) STRANDSDNESS : 

(D) TOPOLOGY: unknowi 



(JdJ SEQUENCE DESCRIPTION: SEQ ID MD;19: 

Gin Val Gin Asn Asn Lys Pro 
1 5 
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INFORMATION *"OR S£Q ID NO: 20: 



{±} SEQUENCE CHARACTERISTICS : 

(A) LEHGTB: 1T0 enmino acids 

(B) TYPE: amino acid 

(C) STRAilEEOKTESS: 

{D) TOPOLTOY: unknown 



{xi5 SEQUEI3C1 UlSCRIPTIONF: SEQ IS NOs 20 t 

lie 3 In Pro Pro Lys Asn Leu Leu Fiie Ser ser Leu Leu Pile ser Ser 
1 5 1.0 is 

Leu Lea Pfte Ser ser Ala Ala Gin Ala Ala Ser <32ti asp Arg Arg ser 
2 0 2 5 30 

Pro Tyr Tyr \fal Ola Alia Asp Leu Ma Tyr Ala Ala Glu Arg lie Thr 
35 40 45 

His Asp Tyr Pro Gftti Ala Thr Gly Ala Asa Asn Thr Ser Thr Val Ser 
SO 55 , 6 0 

Asp Tyr- Pile Arg Asn He Arg Ala His S<er lie Hi a Pro Arg Val Ser 
SS 75 80 

Val Gly Tyr Asp PHe Gly Sly Trp Arg He Ala Ala Asp Tyr Ala Ser 
85 90 25 

Tvr Arg Lys Trp Asn Astr Asm Lys Tyr Ser Val As» Thr Lys Glu Leu 
X00 105 13.0 

Qln Asn Lys His Asa Asn Lys Lys Asp Leu Lys Thx Glu Asn Sin Gin 
IIS 120 125 

Asm Gly Thr Phe His Ala Ala Ser Ser Leu Gly Le« Ser Ala He Tyr 

130 .13 5 140 

Asp Piie L/vs Leu Lys Gly Lys P&e lvs £>ro Tyr lie aiy Ala Arg Val 
14 5 " ISO " . 155 160 

Ala Tyr Gly His Val Arg His Sec He Asp 
16 5 170 

INFORMATION FOR aiQ ID MO;2i: 

(i) SEQUENCE CHARACTERISTICS i 

{A) LBMCTHi 13 amino acids 

(B) TYPE: amino <a.eid 

(CI STEAHDBDNESS ; 

(D) TOPOLOSY; tmknowii 



(xi) SBQUESCE DESCRIPTION : ESQ ID HQ; 21; 

lie Gin Pro Pro Lys Aan Leu Leu Phe Ser Ser Leu Le\s 

1 5 10 

} INFORMATION FOR SB® ID NO: 22s 
(i) SEQUENCE CHARACTERISTICS; 
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(A) LENGTH : 6 amino acids 

(B) TYPE: amino acid 
{C } STRAHDEDNESS t 

<») TOPOLOGY; -unknown 



U±} SEQUENCE DESCRIPTION: SEQ ID NO : 22 : 

lie Gin Pro Pro Lys Asn 
1 5 

INFORMATION FOE SEQ ID HQ ; 23 ; 

(i) SEQUENCE CHARACTERISTICS : 

{A) LENGTH; 695 amino acids 

SB) TYPE : amino acid 

CC5 STEAHDEDIIESS : 

(D) TOPOLOGY: unknown 



(xi) SEQUENCE DESCRIPTION; SEQ ID NO ; 23 : 

Lys Leu Met lie Xaa Lys Fha Val Thr Lys Mat Xaa Tyr Lys Thr Leu 
15 10 15 

Asp Lys Tyr Leu Arg Arg Arg Leu Ik Lau Asn lie Ser lie Val Xaa 
20 25 30 

Lys Xaa Leu Ser Glu Lys Arg Xaa lie Xaa Met Asn Lys Lys Lys Met 
35 40 45 

lie Leu Thr Ser Leu Ala Ser Val Ala lie Leu Gly Ala Gly Phe Val 
50 S5 6Q 

Ala Ser Gin Pro Thr Val Val Arg Ala Glu Glu Ser Pro Val Ala Ser 
65 "70 75 80 

Gin Ser Lys Ala Glu Lys Asp Tyr Asp Ala Ala Lye Lys Asp Ala Lys 



Lvs Ala Ala Leu Glu Lys Ala Ala Ser Glu Glu Met Asp Lys Ala Val 
130 135 140 

Ala Ala Val Gin Gin Ala Tyr Leu. Ala Tyr Gin Gin Ala Thr Asp Lys 
14S 150 1:55 ISO 



Glu Glu Glu Ala Lys Thr Lys Phe Asn Thr val Arg Ala Met Val Val 
180 185 190 

Pro Glu Pro Glu Gin Leu Ala Glu Thr Lys Lys Lys Ser Glu Glu Ala 
195 200 205 
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Lys QlTi Lys Ala Pro Glu Leu Thr Lys Lys Leu Glu Glu Ala Lys Ala 
210 215 220 

Lys Leu Glu Glu Ala Glu Lys Lys Ala Thr Glu Ala Lys Gin Lys Val 
225 230 235 240 

Astj Ala Glu Glu Val Ala Pro Sin Ala Lys He Ala Glu Leu Glu Asm 
245 250 255 

a In. Val His Arg Leu Glu Gin Glu Leu Lys Glu lie Asp Glu Ser Glu 
260 265 270 

Ser Rlti Asp Tyr Ala Lye Glu Gly Pha Arg Ala Pro Leu Glu Ser Lys 
3*35 2 80 2aS 

Leu Asp Ala Lys Lys Ala Lys Leu Ser Lys Leu Glu Glu Lett Ser Asp 
200 295 300 

Lye lie Asp Glu Leu Asg Ala Glu lis Ala Lys Lati Glu Asp Oln Lew 
30S " 310 315 320 

Lys Ala Ala Clu Glu Ago Aesn Aon Val Glu Asp Tyr Phe Lye Glu Gly 
32S 330 33S 

Leu Glu Lys Thr lis Ala Ala Lys Lys., Ala Glu Leu Glu Lys Thr Glu 

340 345- 3S0 

Ala Ayp Leu Lys Lys Ala Val Asn. Glu Pro Glu Lys Pro Ala Pre Ala 

355 360 369 

Pre Glu Thr Pro Ala Pro Glu Ala Pxra Ala Glu Gin Pro Lys Pec Ala 
37SJ 375 380 

Fro Ala Pro Gin Pro Ala Pre- Ala Pro Lys Pro Glu Lys Pro Ala Glu 
385 3 30 395 40O 

Gin Bro Lys Pro Glu Lys Thr Asp Agsp air, Gin Ala Glu Glu Asp Tyr- 

405 410 415 

Ala Arg Arg Ser Glu Glu Glu Tyr Asn Arg Leu Thr Gin Gin ©In Pro 
420 425 430 

Pro Lys Ala Glu Lys Pro Ala Pro Ala Fro Lys Thr Gly Trp Lys Sin 
435 440 44S 

Glu Asa Gly Ret Trp Tyr Phe Tyr Asn Thr Asp Gly Ser Met Ala Thr 
450 455 460 

Gly Trp Ley Gin hsa. Asn Gly Ser Trp Tyr Tyr Leu Asn Ser Asn Gly 
465 " 470 475 480 

Ala Met Ala Thr Glv Trp Leu Sis. Tyr Asa Sly Ser Trp Tyr Tyr Leu 
4SS 430 495 

Asn Ala Asn Gly Ala Met Ala Thr Sly Trp Ala Lys Val Asn Gly Ser 
500 505 510 

Trp Tyr Tyr Leu Asn Ala Asn Gly Ala 5Met Ala Thr Gly Trp Leu Gin 
SIS 520 525 

Tvr Asn. Gly Ser Trp Tyr Tyr Leu Asn Ala Asn Gly Ala Met Ala Thr 
S30 535 540 

Gly Tsp Ala Lys Val Asn Gly S®r Trp Tyr Tyr Leu Asn Ala Abu Gly 
S45 BSC SSS 560 
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Ala Met Ala Tbx Gly Trp Leu Slit Tyr Awn Gly Ssr Trp Tyr Tyr Leu 
S6S S?S 

Asm Ala ftsn Glv Ala Met Ala Thr Qiy Trp Ala Lys Val Asrs Gly S<gr 
580 SSS S90 

"Trr? Tyr Tyr Leu Asm Ala Asn Gly Ala Wet Thr Gly Trp Val Lys 

595 600 605 

Asr> 3ly Asp Thr Trp Tyr Tyr T..eu Glu Al« Ser Gly ALa Met Lys Ala 

8sr Sin Trp Phe Lys val Ser Asp i»ys Trp Tyr Tyr val Asn Gly Leu 
S2S 630 635 €40 

Sly Ala Let! Ala Val Asn Thr Thr Val Asp Sly Tyr Lys Val Asn Ala 
645 650 fiSS 

Asn Gly Glu Trp Val Kaa Ala Asp Xaa Ile-Lvs Ala Cys 3taa Glu His 
£60 * 670 

Leu Thr Phe Xaa Fhe Xaa Asia Lys Asp Lys VsL Arg L«su Asn Arg Piie 
675 680 . 68S 

Met Ph* Val Phe Phe Arg Tyr 
ess 

(2} :DflF0HWATT0N FOR SEQ ID NG:24: 

U) SEQUENCE CHARACTERISTICS: 

iA) LENGTH: 21 smir^o acids 

{&} TYPE: amino acid 

I C } STRAJIDEDNESS : 

<D) TOPOLOS*': unknown 



<xi) SEQtTSHCE DESCRIPTION- SEQ It> NOi24; ■ 

Glu Glu Tyr Asn. Arg Leu Thr Gin Gin Sin Pre Pro Lys Ala Glu Lys 
1 5 10 IS 

Pro Ala. Pro Ala Pro 
20 

(2) INFORMATION FOE SEQ. IS KO:25; 

(i! S3QUENCH CHARACTERISTICS; 

i A) LENGTH t 7 ataino acids 
{B} TYEEs amisio acid 
(C) STH2USEHBBNESS : 
{D) TOPOLOGY ; unknown 



SEGHENCE DESCRIPTION; SEQ IS HO; 25: 

SI a Gin Gin Pro Pro Lys Ala 
1 5 

{2} IKFQHMATIOJS FOR SEQ ID 

{±) SEQTJKKCK CHARACTERISTICS : 
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(A} LENGTH: 484 amino acids 

(B) TYPE t amino acid 

(C) STRANDEDNESS j 

CD) TOPOLOGY; unknown 



(Jti) SEQUENCE DESCRIPTIOMt 5EQ ID HO: 26: 

Met Asn Met Lys Lys Ala Thr lie Ala Ala Thr Ala Gly He Ala Val 

I S 10. 15 

Thr Ala Phe Arg Ala Pro Thr lie Arg Ser Ala Sex Thr Val Val Val 
20 25 30 

Glu Ala Gly Asp Thr Leu Trp Gly lie Ala Gin, Ser Lys Gly Thr Thr 
3S 40 45 

Val Asp Ala He Lys Lys Ala Asn Asn Leu Thr Thr Asp Lys He Val 
50 55 60 

Pro Gly Gin Lys Leu Gin Val Asn Asn Glu Val Ala Ala Ala Glu Lys 
65 70 , 75 , 80 

Thr Glu Lys Eer Val Ser Ala Thr Trp Leu Asn Val Arg Ser Gly Ala 
85 90 95 

Gly Val Asts Asn Ser lie He Thr Ser He Lys Gly Gly Thr Lys Val 
100 IDS 110 

Thr Val Glu Thx Thr Glu Ser Asn Gly Trp His Lys Ha Thr Tyr Asn 
115 120 125 

Asp Gly Lys Thr Gly Phe Val Asn Gly Lys Tyr Leu Thr Asp Lys Ala 
130 13 5 14 0 

Val Ser Thr Pro Val Ala Pro Thr Gin Glu Val Lys Lys Glu Thr Thr 
145 150 155 160 

Thr Gin Gin Ala Ala Pro Ala Ala Glu Thr Lys Thr Glu Val Lys Gin 
16 5 170 175 

Thr Thr Gin Ala Thr Thr Pro Ala Pro Lys Val Ala Glu Thr Lys Glu 
180 1SS 190 

Thr Pro val Val Asp Gin Asn Ala Thr Thr His Ala Val Ly® Ser Gly 
195 200 205 

Asp Thr He Trp Ala Leu Ser Val Lys Tyr Gly Val Ser Val Gin Asp 
2X0 215 220 

lie Met. Ser Trp Asn Asn Leu Ser Ser Ser Ser He Tyr Val Gly Gin 
225 230 235 240 

Lys Leu Ala He Lys Gin Thr Ala Asn Thr Ala Thr Pro Lys Ala Glu 
245 250 255 

Val Lys Thr Glu Ala Pro Ala Ala Glu Lys Gin Ala Ala Pro Val Val 
260 26 S 270 

Lys Glu Abu Thr Asn Thr Asn Thr Ala Thr Thr Glu Lys Lys Glu Thr 
275 280 28S 

Ala Thr Gin Gin Gin Thr Ala Pro Lys Ala Pro Thr Glu Ala Ala Lys 
290 295 300 



Pro Ala Pro Ala. Pro Ser Thr Asa Thr ask Ala Asn Lym The Asa Thr 
305 310 315 320 

Asn Thr Asft Thr Asn Thr Asn Thr Ann Ass Thr Asm Thx Asa Thr Pro 
325 330 335 

ser L.ys ash Thr Ask' Thr Asm Ser Asn Thr Asxi Thr Asn Thr Asn Ser 

340' 345 3S0 

Asn Thr Aen Ala Asm Girt Gly Ser Ser Asti Aim Asr* Ser- Asa Ser B<?r 
355 360 365 

Ala Ser Ala He He Ala Glut Ala sin Lys His ieu Gly Lys Ala xyr 

370 3?S 3S0 

Ser Trp <3ly Sly Aan. Gly Pro Thr Thr jPhss Aep Cys Ser Gly Tyr Thr 
385 39a 395 4Q0 

Lys Tyr Val Pha Ala Lys Ala siy.iie ser Law pro Arg Thr ser Gly 
40 5 410 415 

Ala Gin lye Ala Bar Thr Thr Arg lis Ser Glti Ser Gin Ala Lys Prs 
420 425 43$ 

Gly Asp Leu Val Efts Phe Asp Tyr Sly a Ser Gly He Ser His Val Gly 
435 443 445 

lie Tyr Val Qly Asm Sly Sin. Mat lie Asb Ala Gin Asp Asa Gly Val 
4S0 455 460 

Lys Tyr Asp Asu II© file sly Sar Gly Trp Gly Lys Tyr Leu val Gly 
465 470 47S 460 

Pile Gly Arg Val 



INFORMATION FOR SEQ ID fK>:27: 

ji) SEQUENCE CHARACTERISTICS: 

(A) LENGTH ; 21 amino acids 

(B} TYP'Er arcino acid 

IC) STRANDECME:SS ; 

(D) TOPOLOGY; unKncrwn 



txi.) SEQUENCE DESCRIPTION:. SEQ ID HO: 27: 

hi a. Val Ser Thr Pro Val Ala Pre Thr (31a Glu Val Lys Lys Glu Thr 
1 5 10 15 

Thr Thr Sin Sla Ala 
20 

TNFGRMATIOH FOR SEQ ID NO :28s 

Ui SEQUENCE CHARACTERISTICS : 
(A! LiE»<3TK; 7 amino acids 
(SI TYPE: araino acid 
(C) 3TRANDEDNESS s 

(d; topolosy: irataiora 
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(xi> SEQUENCE DESCRIPTION; SEQ. ID NO; 2.3 i 

Pro Thx SIjx Glu Val Lys Lys 

1 S 

INFORMATION FOR SEQ ID NO; 29; 

{i) SEQUENCE CHREACT1KISTICS : 

(A) LENGTH : 21 amino acids 

CB) TYPEi amino acid 

SO STRANDEDNESS s 

CD* TOPOLOGY: uiikrcowsi 



(xi) SEQUENCE DESCRIPTION: SEQ ID SO; 29: 

Val Lys Gin Thr Thr Gin Ala Thr Thr Pro Ala Pro Lys Val Ala Glu 
15 10 IS 

Thr Lys Glu Thr Pro 

20 

INFORMATION FOR SBQ ID HO : 3 Q : 

(ij SEQUENCE CHARACTERISTICS s 
tAi LENGTH: 7 amino acids 

(B) TYPE: amino acid 

(C) STRASDfiDNESS : 

{J» TO^PC'LOGY': uiikiiOWii 



(3tU SEQUENCE DESCRIPTION: SEQ ID NO :20s 

Thr Thr Pro Ala Pro Lys Val 
l S 

INFORMATION FOR SEQ ID NO: 31; 

{!) SEQUENCE CHARACTERISTICS ; 

(A> . LENGTH ; 21 amino acids 

(B) TYPE; amino acid 

CO STRANDEXSNESS : 

CDJ TOPOLOGY; unknown 



(3d.) SEQUENCE USSCRIPTICSUi IB 210*31: 

Leu Ala He Lys Gin Thr Ala Aen Thr Ala- Thr Pro Lya Ala Glu Vai 
i 5 10 15 

Lys Thr <Slu Ma Pro 
20 

INFORMATION FOB SEQ ID NO; 32; 

<iJ SEQUENCE CHARACTERISTICS s 
CA) LENGTH: 7 amino acids 
(B) TYPE j amino acid 
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(CJ STRANDBDNBSS t 

(D) TOPOLOGY; unknown 



ixi) SEQUENCE DESCRIPTION: SHQ ID NO: 32; 

Asn Thr Ala Thr Pro Lys Ala 
1 5 

(2) INFORMATION FOR SEQ ID WO; 33: 

i±) SEQUENCE CHARACTERISTICS: 

(A) iiEUGTH: 21 amino acids 
KB) TYPE; amino acid 

(C) STRANDEJDNESS : 

(D) TOPOLOGY: unknown 



(xi5 SEQUENCE DESCRIPTION: SEQ ID NO; 33: 

Lys Lys Glu Thr Ala Thr Gin Gin Gin Thr Ala Pro Lys Ala Pro Thr 
X 5 10 IS 

Glu Ala Ala Lvs Pro 
2b 

(2) INFORMATION FOR SEQ ID NO; 34: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 7 amino acids 

(B) TYPE : amino acid 

(C) STRAKDEBNESS : 

(D) TOPOLOGY : unknown 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO 5 34 : 

Gin Gin Thr Ala Pro Lys Ala 
i S 

<2> INFORMATION FOR SEQ ID NO: 35: 

(i5 SEQUENCE CHARACTERISTICS: 

<A> LENGTH: 99 amino acid* 

(B) TYPE: amino acid 

(C) STRANDEBNESS : 

(D) TQPOLOSY : unknown 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 35: 

Met Lys Val Ser Ala Ala Leu Leu Cys Leu Leu Leu lie Ala Ala Thr 
i 5 10 IS 
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Phe He Pro Glu <31y Leu Ala Gin Psc Asp Ala lie Asa Ala Pro Val 

30 2S 30 

Thr Cy» Cys Tyr Asn Phe Thr Asn Arg Lys He Ser Val Gin. Arg Leu 
35 40 45 

Ala Sac Tyr Arg Arg He Thr Sec Ser Lys Cys Pro l*ys Glu Ala Val 
50 55 SO 

lie Phe Lys Thr He Vml Ala Lys GIt^ lie Cys Ala Asp Pro Lys Gin 
65 10 73 60 

i*ys xrp val sin, Asp Ser ffefc Asp His Le\i Asp Lys a In Thr Gin Thr 
85 50 95 

Pro Lys Thr 



I INFORMATION FOR SEQ ID MO; 36; 

[it SiSQUMHCE CHARACTSRISTICS s 

(A3 USKSTH: 14 amino acids 



(C5 STRASDEBHESS s 

(D i TOPOLOGY ; unknown 



(Xij SEQUENCE DESGMXPTXOI4 1 SEQ ID MQ • US : 

Sec- Met Asp His Leu Asp Lys Gin Thr Clr* Thr Pro Lys Tlir 
1 s io 

(2} INFORMATION ?OR SE<J ID ia0;37i 

(ij SEQtTEMCS CKAKACTEXr3TrCS: 
tAj LKNSTHt 7 amino acids 
JB) TYPE: ammo acid 
iC) STRAKDEDKBSS : 
<D) TOPOLOGYs UJitoiOWtt 



SEQUENCE DESCRIPTION SBQ IP H0s3?i 

Qlr. Thr Gin Thr Pro Lys Thr 
1 5 

(2 5 IHFOEWATION FOR S£Q ID ^0;3S: 

fi) SEQUENCE CHARACTERISTICS; 

[ht LENGTH: 6 7 aTiino acids 

(Bt TYPE: amino acid 

[ C ! STRANDEDITES S : 

CD) TOP0LOGT; unknown 
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(JCi) SEQUENCE DESCRIPTION r SEQ ID WO; 38: 

Lys Ser Thar Thr Cys Cys Tyr Arg Phe lie Asn Lys Lys He Fro Lys- 
1 5 10 15 

3ln Arg Leu Giu Ser Tyr Arg Arg Thr THr ssr ser His Cys Pro Arg- 
25 30 

31 u Ala Val rle Pine Lye Asp Lys SLu ile Cy® Ala Asp Pro (Sin 
3 5 40 45 

Lys Trp Val Gin Asp Phe Mat lys His Leu Asp Lys Lys Thr Gin Thr 
SO SS 60 

Pro Lys Leu 
6B 

(2) INFORMATION FOR SEQ ID NO: 39: 

(i) SEQUENCE C^JIACTERISTICS : 

(A.) T.KKGTOr *4 amino acids 

(B) TYPE: sunino acid 

{C) G-rKAWDEDWBSS : 

(CO TOPOLOGY, 'onknom 



{xi} SEQUENCE DESCRIPTION: SEC I.D NO;3§: 

i>hs Met Lys His Leu Asp Lys Lys Thr Gin Thac Pro Lys Lea 
is 10 

<2) IHFOHMATIOMr FOK SBQ ID 3tfO;40s 

Ci > SEQUENCE CHftR&CTEHISTICS : 

(A) LENGTH; ? amino acids 

(B) TYPE; amino aeid 
(CJ STRANDEDlfESS : 

CD) TOPOLOGY i unlmowi 



£3Ci) SSQUEHCS DESCTIPTION: SEQ ID NO :40 : 

Lys Thx Gin Thr Pro Lys Leu 
1 5 

■2} INfc'OiiMAl ION FOR SSQ ID HO:41: 

U) SEQUENCE CHARACTERISTICS : 
tfl) LENGTH- 7 ^tnirio acids 
*e) TYPE; amino acid 

<C) STRANDEDJfESS ; 

m) TOPDLOOY: unknown 



Ui) SEQUENCE DESCRIPTION: SEQ 10 NO:4Lt 

Gin Gin Gin Sin Pro Ala Ala 
1 5 
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(2) INFO&MATIONf FOR SEQ ID MOt42: 



(A) LENSTB: 7 amino acids 

5BS TYPE; amino acid 

ECS STRAKDEDHESS : 

ID j TOPOLOGY; unknown 



{xi) SEQUENCE DESCRIPTION? SSQ ID HO: 42; 

Gin Thr lie Pro lie Lvss The 

l ' S 

{£} HTSOEM&TrOHl FOR SEQ ID HO; 43: 

U) SEQUENCE CHARACTERISTICS : 
£A) LEISfGTH t 1 amino acids 
EBt TYPE: amino acid 
5 C ) STRANEED8ES S : 
ED) TOPOLOGY: unkii&wes 



Exii SEQtXENCE DESCRIPTION! SEQ ID HO: 42: 

Gin Ala Glu Thx Asu Ala Arg 
a S 

f3> I8FOHMATION FOR SE0. ID JTCS;44i 

(1) SEQUENCE CHARACTERISTICS : 
(A} LENGTH x 7 amino acids 
(BJ TYPE; amino acid 
ECJ STRANDBDNESS : 
( 0} . TOPOLOGY l \iakno*ra 



UiJ SEQUENCE DESCRIPTION? 6EQ XD HO: 44: 
Tyr T2ar Tlxr V<&2 Pro I*ys Tyr 



{2> ISFOSKAXIOS FOR S1Q K> t*D;45; 

[13 HEQDEKCE CHARACTERISTICS: 

(A) tEHGTH: 7 amine acids 

(B) 3!YgSi amino aeid 
CO STRAMDEDMSSS : 

<D5 TOPOLOGY; unknown 



txii SEQUENCE DESCRIPTION : 3 EG ED i3Q;<*S; 

Leu Thr Qly TJir Ser Lys Sgr 

i S 
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(2) I UFORM&TIOK FOS SED IB NO: 46: 

H) SEQUENCE CHARACTERISTICS i 

(A) LSIfGTH : 7 amino acids 

(B) TYPE : ajsiiio acid 

(C) STRAlfDEDNESS > 

<E> TOPOLOGY : 'jjikJiown 



{xii SEQUENCE SSSCRXPTIOH ; SBQ ID SIC; 46: 

Lsu Gin din Thx &la Qly Leu 

.1 S 

U) INFORMATION FOR SSQ Xt> WO; 4 7; 

' (ij . SEQUENCE CEMiACTERISTICS j 
(A.) LENGTH: 7 amino acids 
EB) TYPE : amino acid 
{C} STWWIMBHfflBSa: 
ED) TQEOLOGY: wi&sovn 



(Xi) SEQUIStCS DESCRIPTION; SEQ XD SO>4T; 

fUn Th- Gin Phe Ser Arg- Thr 

1 S 

(2) IKFQRMA.TIOK FOR SEQ TTS NT); 4 It- 

ill SEQUENCE CHARACTERISTICS : 
(A) LE1-IGTH; 1 stiiins acids 
(Bi TYfcE : amino auxd 

(D> TOPOLOGY': unknown 



ixi.) SEQOii'JNCK DESCRIPTION: SEQ IB ND:4S: 

<3ln Thr Sin Gly Pro Tyx Ser 
1 5 

12) IHFOHKATION FOR SEQ £E KCt49t 

Uj SBQOEHCE CimRACTEEISTXCS ; 

(ft. J length : 7 amino acids 

{B) TYPE : amino acid 

<C> Sm&MDEDKSSiS ; 

m) TOPOLOGY; unJoiows 



{jcii SEOCEPCl JSESCRIPTIOM: SEQ IXJ KO;49r 

Pro Pro Gin Thr Pro Pro Tfcr 

1 5 
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INFORMATION FQS SSQ ID HQ; SO; 



(i! SEQUENCE CHARACTERISTICS; 
(A) LENGTH; 7 amino acids 
{B5 TYPE : amino aciS 
(Q) STRANDEDNESS : 
(0) TOPOMX3Y; unknown 



Cxi} SEQUENCE DESCRIPTION: SEQ ID NO i SO t 
Gin Ala. Gin Pro 3Ven Lys Ser 



INFOBMA.TIONT FOR SSQ .IP MO sSl: 

ii) SEQUENCE CEASlACrEaiSTICS ; 

m) LENGTH: 7 amino acids 
(B) TYPE; amino acid 
{CJ STHAMDEOKEBS s 
. (D3 TOPOLOGY; uaijtnown 



(Xi) SEQUENCE DESC&IFTIOW: SEQ IP NQ;5i- 

Gin rax Gin. Pro ser i,ys »ro 
i 5 

INFORMATION FOR SEQ H> 80t52i 

(i) SEQUENCE CHftRaCTSRISTlCS : 
(A) LENGTH; 7 amino acids 

TYPE: amino aeict, 
fC) STKAKDEDNESS : 

{D} TOPOLOGY : unknown 



(xi ) SEQUENCE DESCRIPTION; SEQ ID 8QiS2: 

Gin Ser Gin. Thr Pro Leu Asn 
1 5 

INFORMATION FOR SSQ XD SO 5 53: 

(i) SEQUENCE etOamCTERISTICS i 

(A) : 7 amino acids 

(B) TYPE: amino acid 

(C) STRAHDEDHfS&S ■» 

CD) TOPOIjOGie; unknown 



(Xi) SEQUENCE EJESCEIFTrOHi SEQ m NO: 53: 

Glu Tor ser val Pro L.ys Cys 
1 s 
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m IKSORMATIOW FOS. SBQ ID NO r 54 : 



(i) SEQUENCE CKWtACrBStXSTICS s 

I A) MBlSGTHx 7 amino acids 

IB) TTFBs amino aeid 
(CI STRAKDSEKJESS ; 

(D) TOPOLOGY; unknown 



(xi) SBQUKMC2 DESCRIPTION: SEQ ID NO : 54 : 
Gin Thr Arg Asp Thr "Lys GIu 



(2 3 IKFORMAT I ON FOR SEQ IB NO : 55 : 

tU SEQTIEMCE CHARACTERISTICS: 
(A* L,EN3TH; 7 amino acids 
(S> TOTE? awino acid 

<D) TOPOLOGY 1 %irtfms*m 



(3tt) SEQU&PCE DESCRIPTIONS SEQ ID HQ; 55; 

sin Vai s<ar Tfcr uln Lys Thr 
t S 

(2} ISFORMRTIOK FOR SEQ ID «D:35s 

{i} SEQUENCE CSASACTERISTICS; 

{A* LEtftOTK; 7 amino aside 
my TKPfi: amino acid 
(CJ S7BAMDEBSESS s 
{155 TOPOLOGY: unknown 



{xij SBOQEWCE DESCRIPTI.OK1 SEQ ID NO: 56: 
Trp Thi* Lys Asp £ro Lya Asn 



<:S) I NPOKMAT ION FOU ESQ ID IS!0=5*?- 
(i) SEQUEFCS CHARACTERISTICS: 

{A- length: 7 amino aci£s 
{»}• TYP3 ; amino acid 
[C) ST5A>JDBDMESS ; 
(Df TOPOLOGY: uijfcr.OWTL 



(xi) SEQUENCE DESCRIPTION: SEQ ID KO:S7: 

Pro- Asa sin Lyes Pro Lys . Val 
i S 
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INFORMATION FOR SEQ 2D NO: 58s 



ti) SEQUENCE CHARACTERISTICS s 

(A) LENGTH: 7 amino acids 

(B) TYPE; amino acid 
(C! STRANBEDNESS : 

{D} TOPOLOGY: unknown 



(xi) SEQUENCE DESCRIPTION ; SKQ ID NO: 58; 

Gin Ser Leu Thr Ttir Lys Pro 
1 5 

INFORMATION FOR SEQ ID NO: 59: 

(i) SEQUENCE CHARACTERISTICS; 

(A) LENGTH: 7 amino acids 

(B) TYPE: amino acid 

(C) STRANDEDNESS : 

(05 TOPOLOGY; unknown 



(xi> SEQUENCE DESCRIPTION: SEQ ID NO; 59; 

Gin Thr Gin Thr Asp Pro He 
1 5 

INFORMATION FOR SEQ ID NO; 60; 

£i) SEQUENCE. CHARACTERISTICS: 

(A) LENGTH: 7 amino acids 

(B) TYPE: amino acid 
{C) S TRANDEDHES 5 : 

(D) TOPOLOGY: unknown 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO:60: 

Gin Leu Gin Asp Gly Lys Thr 

1 .5 

) INFORMATION FOR SEQ ID NO: 61: 

(1) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 7 amino acids 

(B) TYPE: amino acid 
iC) STRAND1DNESS ; 

(D) TOPOLOGY: unknown 



{xi} SEQUENCE- DESCRIPTION: SEQ ID NO: 61: 

Gin Glu Glu Gly Pro Lys He 
i 5 
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tWFORMATIOK -FOR SBQ XD NO: 62: 
(ii SBQHljlCE CHAmCTERISTICS: 

(A) length : 7 amino acids 

(B) TYPE; amine acid 
(Ci STR?0CDEI»3ESS x 

{D\ TOPOLOGY: xiTLkiiovm 



f sl ) SEQUENCE DESCRIPTION; SEQ IS NC:S2 : 
Aan Thr Asn Thr E^r l.ys faer 



ii) SECtTENCE CHARACTERISTICS: 
{R> uaiGTHi amin^ acids 
IE) TYPE : an^rirt ^nid 
t r ) STHANDEDHE.S 5 : 
(D> TOPOLOGY unknown 



Jxl) SEQUENCE HE & CS.I PTIOK SBQ ID HO; 63: 

Ala Thr AJ.& Ala Ptro Lys Thr 
i 5 

INFORMATION FOR SEQ IE NO; 64s 

(i) SEQt-IRNrK CHARACTKKiSriCS ! 

[A) LENGTH; "J stai.no acids 
( 3> TYF2 : antirvo acid 

ID] Ttii'OuOGY : unknown 



Gin Gl> 3Lu Thr Hxs Lya Ala 

1 5 

) TRFJKMAriOH FCR SEQ ID NO SS. 

a) SEQUENCES CKAS 5^TERISI t -3; 

( A 1 LiSNGTH: 7 ansiiio acids ■ 
{B! TYPE i amino acid 
'C'l STHRNDSDWESS : 

;di topology: known 



5x1} SEQUENCE DESCRIPTIONS SBQ IB NOtSSs 

Gin Gin Fro Aim Pro Ala Thr 
i - 
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IN FORMAT FOE SEQ ID HO; 66: 



(ii SEQUENCE CHARACTERISTICS ; 

[A) 7 amino acids 

!E> TYPE; amino acid 

t C } STBAKDEDimS S : 

[D) TOPOLOGY: unkiiown 



(x±) SEQUENCE DESCRIPTION; SEQ ID KfO : €6 s 

Sex Thr <3ln Ser Ala Lys Asn 

l S 

INFORMATION FOE SEQ IK NO : 6 1 i 

(i) S2QUENCE CHARACTERISTICS: 

(A) LEHQTHt 7-a«!in,£> acids 

<B) TYPE: amino acid 

{C ) STRAHDKDKISSS : 

(D) TOPOLOGY; UrJca&wjl 



Uii SEQUENCE DESCRIPTION: SEQ ID NO; 57 7 

Sin Thr Thr Thr Pro Thr Ala 

1 s 

INFOPjUATION FOR SEQ IP NO;SS: 

{1} SEQUENCE CHARACTERISTICS s 
{A> LENGTH: 7 .tnUiio acids 
SB} TYPE; amino acid 

(D) TOPOLOGY; -jmkKOwa 



(xi> SEQUENCE DSSCBIPYIOH; SEQ ID 10:68; 
Gin Thr Gin. Thr Pro V&l Asa 

i s 

INFORMATION FOS. SEQ 13 WO: 69: 
(i) SEQUENCE CHARACTERISTICS; 

IA) LENGTH: l amino acids 

SB) TYPE; amino acid 

IC) 3TRA8DEDNESS : 

(B) T0P0LOST; unknown 



(xi) SIQGBNCI DKSCRIPTIOK; SEQ 3D WO: €9: 

Gin Pro Ala Ser Ser Lys Thr 
1 3 
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(2) INFORMATION FOR SEQ. ID WO: 70: 



(i) sequence; characteristics t 

(A) LEFOTB ; ? araiao acids 

(B) TYPE: amino acid 

(C) STRAKDEDHESS ; 

(») TOPOLOGY ; unknown 



(Xi) SEQUENCE DBSCEIPTION: SEQ ID MO: 70:. 

&rg Pro Ajsp Thr Pro Arg Thr 
l 5 

(2) INFORMATION FOR SEQ ID NO : 7 1 : 

ti> SEQUENCE CHARACTERISTICS : 

(A) LENGTHS ? amino acids 

(B) TYPE: amino acid 

(C) STRANDEDNESS ; 

(D) TOPOLOGY; unknown. 



{Xi} SEQUENCE DESCRIPTION: SEQ IB NO; 71: 

Val Thr His Pro Pro Lys Val 

1 5 

<3> ISFOSM&TICar FOR SEQ ID NO; 72: 

(i) SEQUENCE CHARACTERISTICS t 

(A) LENGTH ; 6 amino acids 

(B) TYPE ; amino acid 
(C> STRAHDEDNES8: 

£D} TOPOLOGY; unknown 



{xi} SEQUENCE DESCRIPTION ; SEQ ID NO; 72; 

lie Gin Pro Pro Lys Asm 
1 5 



(23 INFORMATION FOR SEQ ID &0:73t 

{£} SEQUENCE CHARACTERISTICS- 

(A) LENGTH: 6 amino acids 

(B) TYPE: amino acid 
<C} STRAMDBDKSSS ; 

<DJ TOfOLOGIf ; unknown 



(xi) DESCRIPTION: SSQ ID NO; 73; 

lie Gin Pro Pro Lye Thr 
1 5 
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(2) INFORMATION FOR SSQ ID NO : 74 ; 



U) SEQUENCE CHARACTERISTICS: 
[A> LEHGTH; 7 amino acids 
(B) TYPE s amino acid 
EC) STRANDEDNESS ; 
im TOPOXiOGY ; unknown 



Cxi} SEQUENCE DESCRIPTION t S1Q ID NO; 74: 

Gin Thr Gin Val Ala Ala Thr 

l S 

(2) INFORMATION FOR SSG ID NO; 75; 

(i) SEQUENCE CHARACTERISTICS ; 

(A) LKNGTH; 3 9 amino acids 

(B> TYPE: amino acid 

£C) STRANDEDNKSS r 

CD) TOPOLOGY: mknoTO 



!xi> -SEQUENCE DESCRIPTION: SEQ ID NO: 75; 

Lys Glu Ala Val Val Phe Val Thr Lys leu Lys Arg Glu Val Cys Ala 
1 5 10 %B 

Asp Pro Lys Lys Glu Trp Vsl Gin Thr Tyr lie Lys Aon Leu Aso Arg 
20 25 30 

Gin Gin Gin Pro Pro Lys Ala 
35 
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